ABSTRACT We present here the draft genome of Cronobacter sakazakii GP1999, a sequence type 145 strain isolated from the rhizosphere of tomato plants. Assembly and annotation of the genome resulted in a genome of 4,504,670 bp in size, with 4,148 coding sequences, and a GC content of 56.8%.
Other genes identified in GP1999 include virulence-associated genes encoding the protein MsgA and factors VirL and MviM (15, 16) , as well as multidrug resistance efflux pump-related genes belonging to the acrAB operon, the resistance-nodulation-division family, the major facilitator superfamily, and tripartite systems. Additionally, genes encoding heavy metal resistance to copper, organic hydroperoxide, fusaric acid, and tellurite were found. Interestingly, an arsenic resistance operon repressor gene was identified downstream to an arsenic efflux pump operon and an arsenate reductase. An albicidin (a phytotoxin that blocks DNA gyrase in chloroplasts) resistance protein (19) was also observed. Furthermore, strain GP1999 contains a 16,771-bp operon encoding a xylose utilization pathway, supporting the hypothesis that plants represent the ancestral econiche of Cronobacter spp.
To the best of our knowledge, this is the first genome of a plant isolate of C. sakazakii being reported. The availability of the GP1999 genome will enable comparison with other genomes of C. sakazakii strains, thereby providing better insights into the genetic features linked to plant association and possibly the natural history of this important foodborne pathogen.
Accession number(s).
The whole-genome sequence of C. sakazakii GP1999 has been submitted to NCBI GenBank under the accession number NHTW00000000 (Cronobacter GenomeTrakr FDA-CFSAN BioProject number PRJNA258403). The version described in this paper is the first version, NHTW01000000.
